Supplementary data
Fig. S2
: Structure-based alignment of the TPR regions of D. discoideum and S. cerevisiae Tfc4. The alignment is based on the solved structure of S. cerevisiae Tfc4, onto which the D. discoideum Tfc4 sequence was modeled (see Figure 3 , main text). Identical amino acid positions are highlighted in black boxes. TPRs 1-10 are boxed and color-coded.
Fig. S3: Structure prediction of DGLT-A RT-RNH domain. (A)
Solved structure of RT-RNH of Ty3. The picture was generated based on PDB entry 4OL8 using PyMol. (B) Structure prediction of DGLT-A RT-RNH. The model was generated using SWISS-MODEL and PDB entry 4OL8. The degree of sequence identity to Ty3 in the modeled DGLT-A sequence was 35.5%. 
